SUPPLEMENTARY TABLES
. Clustal alignment of amino acid sequences of the unique set of WaaL proteins corresponding to the region spanning the predicted small periplasmic loop (EL4 according to the nomenclature for the E. coli K-12 WaaL, see Fig. S1 ). The R residue (black shading) in the loop (corresponding for the R215 from the E. coli K-12 WaaL) is universally conserved and flanked in most cases by hydrophobic amino acids on variable conservation (gray shades) corresponding to the boundaries of TM helices 7 and 8 (See Fig. S1 ). The identification of the proteins can be seen in Table S2 . Fig. S5 . Clustal alignment of amino acid sequences of the unique set of WaaL proteins corresponding to the region spanning the boundaries of the predicted large periplasmic loop (EL5 according to the nomenclature for the E. coli K-12 WaaL) and TM10 (see Fig. S1 ). The motif H[SQE]X 9 GXX[GTY] is indicated at the bottom of the alignment. H and G residues in black shading are universally conserved in the motif. The variable conservation of polar residues at position 2 and hydrophobic amino acids at positions 5, 11, 12, and 13 is indicated by various tonalities of gray shading. The identification of the proteins can be seen in Table S2 .
